Background: Drugs that inhibit cyclooxygenase-2 (COX-2) while sparing cyclooxygenase-1 (COX-1) represent a new attractive therapeutic development and offer new perspective for further use of COX-2 inhibitors. Intention of this work is to develop safer, selective COX-2 inhibitors that do not produce harmful effects.
Background
Cyclooxygenase-1 (COX-1) and Cyclooxygenase-2 (COX-2) are two discrete isoforms of cyclooxygenase enzyme. These enzymes play a catalytic role in transfiguration of arachidonic acid to prostaglandins in the cyclic pathway of arachidonic acid [1, 2] . Prostaglandins (PGs) are involved in various pathophysiological conditions such as inflammation, carcinogenesis, cardiovascular activity etc. Generally, COX-2 is not detectable in most normal tissues, but it is induced by pro-inflammatory cytokines, growth factors and carcinogens. This fact indicates the role of COX-2 in inflammation [3] . Rheumatoid synovium expression of COX-2 is up regulated in inflammatory tissues resulting in the production of prostaglandin precursors which ultimately gets converted into PGs [4] .
Some of the coxib derivatives, Rofecoxib, Celecoxib, Etoricoxib and Valdecoxib are selective COX-2 inhibitors that act by blocking COX-2 enzyme responsible for inflammation and pain [5] . Most of these coxib derivatives have been voluntarily withdrawn from the worldwide market due to safety concerns of an increased risk of cardiovascular events in patients. Due to greater therapeutic effect, Celecoxib is remaining in the market, even though it have a risk of serious and potentially fatal adverse cardiovascular thrombotic events, myocardial infarction and stroke [6] .
Importantly, design of agents with higher anti-inflammatory potential and less side effects is one of the most challenging areas in the inflammation. On review of literature, researchers have proved anti-inflammatory effects for dibromotyrosine derivatives [7] . In this concern, we searched for tyrosine scaffold from the natural sources since the biologically active natural compounds are composed of very complex structures. This complexity makes the compounds extremely novel. The marine sponges such as Psammaplysilla purpurea and Ianthella basta are known to produce biogenetically related bromotyrosine derived secondary metabolites [8, 9] . These observations prompted us to design and develop analogue(s) of bromotyrosine derivatives which specifically inhibits COX-2 with improved biological activity. As part of this drug development, an effort has been made to develop higher-quality drug candidates through computational techniques.
Methods

Ligand preparation
A library of novel 55 tyrosine molecules were designed based on the SAR studies of known anti-inflammatory drugs. These molecules were generated with tyrosine as a basic skeleton. The 15 (R 1 ) and 16 (R 2 ) position of aromatic ring hydrogen was substituted with different electronegative groups such us, -I, -Br, -Cl and -NO 2 . Further, one hydrogen atom of -NH 2 group in 14 (R 3 ) position was replaced by -SO 2 CH 3 group. The eighth position (R 4 ) of phenolic -OH group hydrogen was replaced by diverse heterocyclic fragments (Fig. 1) . The structures of these molecules were drawn in Hyperchem molecular modeling and visualization tool (version 7.5) and the energies were minimized using ADS. The minimized ligands and proteins were saved in structure data (.sd) and.pdb format (Fig. 2) respectively for further studies.
Docking study
The docking study was performed using Accelyrs Discovery Studio client version 2.5 software (Accelyrs Inc., http://www.accelrys.com). The X-ray crystallographic structure of COX-2 (PDB ID 3NT1) protein bound with naproxen was acquired from the protein data bank (PDB) at a resolution of 1.73 Å ( Table 1 ). The active site was defined with a 8.500 (Å) radius around the bound inhibitor which covered all the active site amino acids of the COX-2 protein. A grid-based molecular docking method, C-DOCKER algorithm was used to dock the small molecules into the protein active site. The designed structures were submitted to CHARMm (Chemistry at HARvard Macromolecular Mechanics) force field for structure refinement. All water molecules, bound inhibitor and other hetero atoms were removed from the macromolecule and polar hydrogen atoms were added. The designed structures were also verified for its valency, missing hydrogen and any structural disorders like connectivity and bond orders. Energy minimization was carried out for all compounds using CHARMm force field to make stable conformation of protein with an energy gradient of 0.01 kcal/mol/A°. A final minimization of the ligand in the rigid receptor using non-softened potential was performed. For each final pose, the CHARMm energy (interaction energy plus ligand strain) and the interaction energy alone were calculated. The poses were sorted by CHARMm energy and the top scoring (most negative, thus favorable to binding) poses. The energy minimized individual proteins and the designed structures along with the binding site sphere radius (Table 2 ; Fig. 3 ) and the X, Y and Z coordinates (Table 3) were submitted to the C-Docker job parameter. The docked conformation which had the lowest C-Docker energy was selected to analyze the mode of binding pattern. The C-Docker energy score, hydrogen bond and VDW interactions were visualized in C-Docker report and used for further analysis.
The potential fatal adverse effects viz ulcerogenecity and cardiotoxicity were determined by C-Docker using the crystal structures of COX-1 in complex with celecoxib (3KK6:2.75 Å) and hERG_IFD_S-terfenadine_ model_1 [Homology model (HM)] (Table 1) which were chosen from the PDB and Schrodinger website respectively. The binding sites of the COX-1 (3KK6) and hERG proteins were defined with the radii of 6.988 and 7.411 Ǻ respectively. The novelty of the final hits was confirmed using SciFinder [10] and PubChem [11] structure search tools.
Docking protocol validation
The validation of the docking protocol is essential to analyse the prediction ability of the proposed method [12] . In this study, validation is performed by two methods to verify whether our docking protocol is able to discriminate selective and non-selective COX-2 inhibitors. To start with, four native co-crystallised ligands of selective and non-selective COX-2 inhibitors were identified and kept as reference template. The structures of these ligands were drawn separately and its energies were minimized. RMSD values were calculated and analysed by redocking the energy minimised ligand on reference template by molecular overlay technique in ADS. In the second method, the structures of various selective and non-selective inhibitors were drawn and the potential energies of the molecules were minimized with the help of conjugated gradient algorithm. Further, these molecules were docked with the COX-2 (3NT1) protein to calculate the binding energies. The experimental IC 50 activity values of these molecules were compared with its corresponding predicted C-Docker energy values and the point plot is graphed to identify the correlation between the IC 50 and C-Docker energy.
Toxicity study ADMET descriptors
Most of the failure of drug candidates during clinical trials is due to its poor pharmacokinetic and toxicity properties [13] . Hence, prediction of ADMET properties prior to expensive experimental procedures is considered to be essential for the selection of successful candidates. In this work, in silico ADMET studies were done using ADMET descriptors algorithm of ADS. This protocol uses the six pharmacokinetic parameters like Human Intestinal Absorption (HIA), Blood-Brain-Barrier (BBB) penetration, aqueous solubility, hepatotoxicity levels, cytochrome P450 2D6 inhibition and Plasma Protein Binding (PPB) to quantitatively predict the molecular properties of selected 35 ligands.
Osiris property explorer
Toxicity risks (mutagenicity, tumorigenicity, skin irritation, reproduction) and physicochemical properties (drug likeness and drug score) of the selected 35 tyrosine derivatives were calculated using OSIRIS Property Explorer (free web-based program). The drug likeness (d) was calculated with the following equation by summing up the scores of molecular fragments (V i ) and n indicates the number of molecular fragments [14] .
The fragment list was created by shredding 3300 traded drug as well as 1500 commercially available chemicals.
The drug score (ds) combines drug-likeness, cLogP, logS, molecular weight and toxicity risks in one handy value that may be used to judge the compound's overall potential to be qualified as a drug. This value was calculated by multiplying the contributions of individual properties with Eq. (1) [15] . ds is the drug score. s i are the contributions calculated directly from of cLogP, logS, molecular weight and druglikeness t i is the contribution taken from the four toxicity risk types via the Eq. (2) which describes a spline curve.
Results and discussion
Docking
The results of C-Docker protocol run were analysed. These results have provided essential information relating to the orientation of the tyrosine derivatives in the active site of proteins (3NT1, 3KK6, hERG).
Molecular docking
In this study, 35 drug-like hit compounds were selected from the designed 55 tyrosine derivatives based on their better binding affinity (-C-Docker energy) compared to the standard celecoxib ( Table 4 ). The active site was defined based on the bound inhibitor, naproxen, in a crystal structure of COX-2 (PDB code 3NT1). The important criteria considered in the selection of best hit compounds was binding modes, molecular interactions with the active site components and fitness scores. Evaluation of the interaction pattern of tyrosine derivatives makes clear that the molecule 8 ( Fig. 4 ) have six folds higher affinity (−78.7003) in the COX-2 active site compared to standard celecoxib (17.3339) . This interaction affinity is due to the 24th oxygen atom of the carboxylic
(2) [16, 17] . In addition, R 1 and R 2 bromine substitution had generated VDW interaction with Val 523 and Phe 518 that permitted the molecule 8 to access an additional side pocket which is a pre-requisite for COX-2 drug selectivity. This structural modification may be attributed to the interchange of valine at position of 523 in COX-2 for a relatively bulky isoleucine residue in COX-1 [5] . (Figs. 5, 6 ). It is confirmed from this study that the COX-2 selectivity of the molecule 8 is higher than the standard celecoxib. The rest of 34 molecules were examined and found to have more stability when compared to the standard.
The COX-2 selectivity of the 55 tyrosine derivatives was compared with COX-1 enzyme. In this COX-1 docking study, the designed molecule had not created appropriate conformation inside the active site of COX-1 enzyme due to the bulky amino acid residue Ilu 523 and non-polar moieties of the His conflict with the receptor essential volume. This conflict creates steric repulsion between side chain amino acids of the COX-1 and designed molecules. It strongly evidenced that there is a large decrease in the affinity of the designed tyrosine derivatives with COX-1 when compared to the celecoxib. The above results proved that the tyrosine derivatives are more selective on COX-2 than COX-1.
Ulcerogenic interaction
The enzyme COX-1 played pivotal role in the maintenance of mucosal integrity in the gastrointestinal tract. It is believed that the ulcerogenic effects of non-steroidal anti-inflammatory drugs is owing to exclusive inhibition of COX-1 [18] . The interaction between the designed 55 tyrosine moiety and COX-1 protein aided to identify the ulcerogenicity level of designed molecules. The results of docking studies (C-Docker) revealed that the designed tyrosine derivatives exhibited more binding energy which was in contrast with the standard celecoxib ( (Fig. 7) . These bonds support the celecoxib to fit into the cavity of COX-1 enzyme. On the other hand, the designed tyrosine derivatives formed hydrogen bonds with the Tyr 385 and Ser 530 ( Fig. 8) and there is no other additional interaction with the active site amino acids of COX-1 receptor. Also, the electro negative groups (-Br, -I) of the designed molecules forms intermolecular bumps which disfavors the binding capability of the molecules. These unstable conformations of the designed molecule prove their negligible ulcerogenic side effect.
hERG protein interaction studies
The hERG is the most critical channel involved in drug induced Torsade de Pointes (TdP) arrhythmias. Extra cellular application of celecoxib causes rapid suppression of hERG channels which induces the cardiac disturbances [19] . Evaluation of spatial orientation of the designed molecule interactions with the hERG protein recognizes the cardiotoxicity level of molecules [20] . The results of docking studies indicated that among the 55 designed molecules, 52 molecules possessed more interaction energy against the standard (Table 5 ). It revealed that these molecules are having less binding affinity to the active site residues of the hERG protein. In standard celecoxib, the benzyl ring creates π-π interaction with the Tyr 652 (Fig. 9) . This enables the celecoxib to fit well into the hydrophobic pocket of COX-2 protein. On contrary, tyrosine derivatives did not form any π-π interactions and the extra volume of the electronegative group substitutions in the R1 and R2 positions which repulse the molecules to bind in the active site (Fig. 10) . Hence, the cardiotoxicity of the designed molecules were less when compared to the celecoxib. The selected 35 tyrosine molecules demonstrated high COX-2 selectivity, less COX-1 (ulcerogenic) and hERG (cardiotoxicity) binding affinity. Further, these molecules were examined by ADMET descriptors calculation and OSIRIS properties explorer.
Docking protocol validation
The results of RMSD values of redocked native co-crystallized ligand of each PDB entry revealed that native ligand conformations including 3NT1 and best docked ligand conformation exactly binds in the experimental protein binding mode. In the docking study performed by first method, RMSD values of best docked conformations ranged from 0.8436 to 1.7674 Å. According to validation protocol, RMSD values of best docked conformation should be ≤2.0 Å [21] . It represents that this docking protocol is able to find an appropriate binding mode. The designed 55 molecules were redocked into the active site of the COX-2 (3NT1) receptor and confirms that these docked molecules followed the similar binding method as in native co-crystallised ligand (Table 6 ).
In the second method, the selected docking protocol parameters accurately distinguished the selective and non-selective COX-2 inhibitors. It is illuminated by the docking results in which C-Docker energy of selective COX-2 inhibitors fall in the negative kcal/mol range and the non-selective inhibitors energies fall in (Table 7) . Additionally, the binding site (3NT1) analysis of the drug receptor complexes revealed that all the selective COX-2 inhibitors formed π interaction with the active site amino acids which are major force for molecular recognition and join with hydrophobic interaction [22] . But, non-selective COX inhibitors formed hydrogen bond, VDW and electrostatic interactions only (Fig. 11) . It clearly proves that the selective COX-2 inhibitors and designed 55 molecules possessed more selectivity compared to the non-selective inhibitors. This proposed model predicted the correlation between C-Docker energy and the experimental IC 50 value of the selective and non-selective inhibitors. The correlation coefficient was predicted to be 0.835 (r 2 ) (Fig. 12) . This correlation strongly indicates that the docking protocol of this study possessed good predicting ability as well as it distinguishes the selective and non-selective COX-2 inhibitors precisely. 
Toxicity
ADMET descriptors
In the present work, we have assessed ADMET (absorption, distribution, metabolism, excretion, and toxicity) properties of the 35 compounds which were selected from the docking report. ADMET descriptors were calculated to filter the poor tyrosine molecule with undesired pharmacokinetic and toxicity properties [23] . This step prevents wasting of time, chemicals as well as animal studies of tyrosine derivatives. The pharmacokinetic profile of all the molecules was predicted by means of six pre-calculated ADMET models provided by ADS 2.5 software. The ADMET plot shows the 95 and 99 % confidence ellipse for the HIA and BBB models (Fig. 13) . The 95 % confidence ellipse represents the region These selected molecules as well as standard celecoxib fall in the 95 and 99 % confidence ellipse for both HIA and BBB (Fig. 13) . The HIA of the tyrosine derivatives ranges from 0 (good absorption) to 1 (moderate absorption) ( Table 8) . It indicates the good bioavailability of designed molecules to produce desired therapeutic effect. BBB penetration of the designed molecules indicated undefined to low penetration, except the molecule 141. On the other hand, celecoxib exhibited moderate penetration to the BBB (Table 8 ). The aqueous solubility plays a vital role in the bioavailability of the drug. The designed tyrosine derivatives have solubility in the range of 2 (low soluble) to 3 (soluble) as referred in Table 9 . Further, the hepatotoxicity level of all the molecules were calculated, the molecules with liver toxic nature were filtered out. Similarly, all the molecules were found to be satisfactory with respect to CYP 450 2D6 liver enzyme, suggesting that the tyrosine derivatives were non inhibitors of the metabolic enzyme. Finally, the PPB prediction denotes that all the designed molecules have binding ≤90 % clearly revealing that the molecules have good bioavailability and are not likely to be highly bound to carrier proteins in the blood [25] .
Osiris property explorer
The result of toxicity analysis of designed molecules showed low toxicity tendency except the molecules 103 and 113. The drug-likeness value of standard and designed molecule exhibited the fragment content of the drug. If the drug-likeness value of designed molecules is increasing, then it has the same fragment content with existing drugs. Table 10 shows that the drug-likeness value of the tyrosine derivatives were higher than the standard celecoxib (−8.11), with the exception of 102, 103, 117, 141, 146 and 154 (−10.82 to −11.92). This results predict that among 35, 29 molecules exhibited same fragment content of the drugs. It confirms the drug likeness properties of these compounds.
The drug score value is the combination of solubility, molecular weight, logP, drug likeness and toxicity risk. It is used for evaluating the potential of the drug candidate. When the drug score is better, then the compound is predictive to be a drug candidate [26] . The drug score value of standard celecoxib is found to contain 13 The 95 and 99 % confidence limit ellipses corresponding to the BBB and HIA models for tyrosine derivatives 0.37. Finally 19 compounds which possessed drug score greater than the standard were shortlisted for further studies (Tables 11, 12 ).
Conclusion
In the current work, 55 tyrosine structural analogues on docking with COX-2, COX-1 and hERG revealed that 35 molecules have more affinity at active site residues of COX-2 enzyme and less interaction with the other two proteins (COX-1, hERG) than standard celecoxib. This information proved to exhibit potential of high selective, less ulcerogenic and cardiotoxicity of the designed novel anti-inflammatory molecules. Further, the result of ADMET and Osiris property explorer helped to eliminate 16 unwanted toxic fragments contained tyrosine molecules. Finally, 19 hits with good pharmacokinetic parameter and negligible toxicity was proceeded for synthesis. Hence, it is concluded that the predicted parameters are exclusively used as a basis for the further design of tyrosine derivatives and understand the mechanism of COX-2 related enzymatic inhibition reactions. The next step of the potent safe anti-inflammatory drug identification involves the synthesis and biological evaluation of the selected molecules which are in progress. 
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